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CLUSTAL W(1.4) multiple sequence alignment of 
FOX C2 RT (SEQ ID NO:l) and FOX C3 RT (SEQ ID NO:2) 



FOX C2 RT MNQISKNDSLDVLQDEMGQKKTFESERKSLSGWDYFKSLGSIGRLPHFSRGIELREVKKA 60 
**************************** ****************** ******** 

FOX C3 RT MNQISKNDSLDVLQDEIGQKKTFESERKSSSGWDYFKSLGSIGRLPHFNRGMELKEVKRA 60 



FOX C2 RT NRYLAFQEQRIVSAIEAGEIRKAVLVWLCLMKVSRSYQILLFNRVCKGWYWRWSTARVEE 120 
******** m *** m * m * *************** m ********************* t ***** 

FOX C3 RT NRYLAFQEKRI VTAVEQGE I RKAVLVWLCLMKI SRS YQI LLFNRVCKGWYWRWS S ARVEE 120 



FOX C2 RT I I FGAMNKMRSWDMKLL IHRFYILKKNGKMRPIGAPNYESRMI SKALTDMLYS ITEKSRS 180 
f ********* ************************************** m * * m 4 ****** 

FOX C3 RT VIFGAMNKMRAWDMKLLIHRFYILKKNGKMRPIGAPNYESRMISKALTDLLYTVTEKSRS 18 0 



FOX C2 RT AE QHG YMKKRGAWS A I LE CL S KL KEG Y AG YE FDL KS F FNTVE P F I Y FR KLE E VD KKLT KL 24 0 
*********************************************************** 

FOX C3 RT AEQHGYMKKRGAWSAILECLSKLKEGYAGYEFDLKSFFNTVEPFIYFRKLEEVDKKLTKV 24 0 



FOX C2 RT ISNVIKGIEYRFSELLPESELNPKANRKNTLERTGVPQGLSLSPLLSTWALEYYGRPENL 3 00 
*********************** ***** **************************** 

FOX C3 RT ISNVIKGIEYRFTELLPESELNPKGKRKNTLVRTGVPQGLSLSPLLSTWALEYYGRPENL 300 

FOX C2 RT IMYADDGIYFFKHNISKFTRWIERMGRAGIEISPEKSGSLTPVFKFCGVTIDQPKRLVTY 360 
*********************** ************* ******** *** ****** 

FOX C3 RT IMYADDGIYFFRHNISKFTRWLERMSRAGIEIAPEKSGSLKPVFKFCGVEIDQVKRLVTY 360 

FOX C2 RT EGQS VS WDNPELE KWLKS INNLG YTKKE PE WS WTVNGE S F I TKRKLNLTWME I VKVYWFR 42 0 
********** ******************** ***** ****** ****** 

FOX C3 RT DKQSVSWDNPDLEPWLKSIHNLGYTKKEPEWSWTVDQNAFITKRNLNITWMETLKVYWFR 420 
FOX C2 RT I IHGKMWNGYTVFLASGWRILDIFGSSSWACNELLMEVKRRREELESIKTFGLEKAEYEA 4 80 

* t *********** **** ********* ***** ic * t **************** 

FOX C3 RT IVEGKMWNGYTVFLTSGWRVLDIFGSSSWSCNELLKI IKERKNELESIKAFGLEKAEYEA 480 

FOX C2 RT FS YAPVRKGS YRRHYNNGAQETANKQE YWE IMQFHNLKRQQLRAI I E 527 
******************* * ********************** 

FOX C3 RT FSYAPVRKGSYRRHYNNGAPKTVNKQEYWEIMEFHNLRRQQLRAIIE 527 



Figure 2 



MN-pFQXC-RT MMLV-RT 
rna:- + + + + + + + + 
Oligo:- - -+ + - - + + 
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Figure 5 
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pFOXC MMLV 

Oligo: 2R 1Rt1R I 2R 1Rt 1R I 
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Figure 8 



pFOXC-RT MMLV-RT 



RNA: 
Primer: 
Post-RNase: 



++ + + ++++ 
..+ + .. + + 
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-AAUUAGUCUAGA qq j_ 7C — 4 CO 

auc Ua aucu yo + - loo 



5 



2R Primer 



— AAUUAGUCUAG AUCUAAUCUA 

2R Primer 34 + 53 =102 



1 AG AT TGG J 

C 



GGATCCATGT ATTAG CGATACTAAT ACatggatcc 

c c t agg t a CA TAATC GCTA - GATTA TGTACCTAGG 34 + 8 = 42 
I GGT ATA GA I 

3' 5 ' 



